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Entry
name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

extracellular
region

0

Q6MG48 PRC2A_RAT Rattus
norvegicus

Protein
PRRC2A

23.439218 NaN S18;S19;S30;S146;S166;S204;S342;
S350;S363;S378;S381;S455;T609;S
760;S762;S765;T808;S809;S936;T1
000;S1007;T1086;S1088;S1092;S10
95;T1097;S1109;S1113;S1123;S115
0;S1222;S1307;S1311;T1324;S1326
;S1329;T1348;T1354;S1385;S1387;
T1406;S1761;S2040;S2086;S2117

38843836 MSDRSGPTAKGKDGKKYSSLNLFDT
YKGKSLEIQKPAVAPRHGLQSLGKVA
IARRMPPPANLPSLKAENKGNDPNV
SLVPKDGTGWASKQEQSDPKSSDAS
TAQPPESQPLPASQTPASNQPKRPPT
APENTPSVPSGVKSWAQASVTHGAH
GDGGRASSLLSRFSREEFPTLQAAG
DQDKAAKERESAEQSSGPGPSLRPQ
NSTTWRDGGGRGPDELEGPDSKLH
HGHDPRGGLQPSGPPQFPPYRGMM
PPFMYPPYLPFPPPYGPQGPYRYPTP
DGPSRFPRVAGPRGSGPPMRLVEPV
GRPSILKEDNLKEFDQLDQENDDG
WAGAHEEVDYTEKLKFSDEEDGRD
SDEEGAEGHKDSQSAAGEEPETDGK
KGTSPGSELPPPKTAWTENSRPSET
EPAAPPIPKPPPPPPHRGPVGNWGPP
GDYPDRGGPPCKPPAPEDEDEAWR
QRRKQSSSEISLAVERARRRREEEER
RMQEERRAACAEKLKRLDEKFGAP
DKRLKAEPAAPPVTPPAPALPPVVPK
ETPTPPALPPTPTPTPEKDPEEPAHA
PPVQSAPTQAGPPAPTPVSGGGTASS
TSSGSFEASPAEPQLPSKEGPEPPEE
VPAPTTPPAPKVEPKGDGVGPTRQPP
SQGLGYPKYQKSLPPRFQRQQQEQL
LKQQQQQQWQQQQQQQGTAPPAPV
PPSPPQPVTLGAVPAPQAPPPPPKAL
YPGALGRPPPMPPMNFDPRWMMIP
PYVDPRLLQGRPPLDFYPPGVHPSGL
VPRERSDSGGSSSEPFERHAPPLLR
ERGTPPVDPKLAWVGDVFTTTPTDP
RPLTSPLRQAADEEEKSLRSETPPVP
PPPPYLANYPGFPENGTPGPPISRFP
LEESAPPGPRPLPWPPGNDEAAKMQ
APPPKKEPPKEEPAQLSGPEAGRKPA
RGVGGGGQGPPPPRRENRTETRWG
PRPGSCRRGIPPEDPGVPPRRAGPIK
KPPPPVKADELPPKSLEPGDETPKAP
KPDALKTAKGKVGPKETPAGGNLSP
APRLRRDYSYERVGPTSCRGRGRGE
YFARGRGFRGTYGGRGRGARSREFR
SYREFRGDDGRGGGSGGTNHPSAP
RGRTASETRSEGSEYEEIPKRRRQRG
SETGSETHESDLAPSDKEAPPPKEG
VLAQVPLAPPQPGAPPSPAPARFSTA
RGGRVFTPRGVPSRRGRGGGRPPPV
CSGWSPPAKSLVPKKPPTGPLPPNK
EPLKEKLISGPLSPMSRAGNMGVGM
EDGERPRRRRHGRAQQQDKPPRFR
RLKQDRENAARGTDGKPPPLTLPAS
TPAPTETLATVAAPPPPRRTAAKSPD
LSNQNSDQANEEWETASESSDFAS
ERRGDKETPPAALITSKAVGTPGGNS
GGAGPGISTMSRGDLSQRAKDLSKR
SFSSQRPGMDRQNRRPGAGGKTGG
GGSSGGGGAGPGGRTGPGRGDKRS
WPSPKNRSRPPEERPPGLPLPPPPPS
SSAVFRLDQVIHSNPAGIQQALAQLS
SRQGNVTAPGGHPRPKPGPPQAPQG
SSPRPPTHYDPPRASNAISSDPHFEE
PGPMVRGVGGTPRDSAGVNPFPPKR
RERPPRKPELLQEETVPASHSSGFL
GSKPEVPGPQEESRDSGTEALTPHI
WNRLHTATSRKSYQPGSIEPWMEPL
SPFEDVAGTEMSQSDSGVDLSGGSQ
VSSGPCSQRSSPDGGLKGSAEGPPR
RPGGPSPLKAVPGESSSASEPSEPHR
RRPPASHEGERKELPREQPLPPGPIG
TERSQRTDRGPEPGPLRPAHRAGSQ
VEFGTTNKDSDLCLVVGDTLKGEKE
LAASATEAVPVSRDWELLPSASASAE
PQAKSLGSGQCGPEPSPSGQRLYPE
VFYGSPGPPNSQVSGGAPIDSQLHPS
SGGFRPGTPSVHQYRSQPLYLPPGP
APPSALLSGVALKGQFLDFSALQATE
LGKLPAGGVLYPPPSFLYSAAFCPSP
LPDPPLLQVRQDLPSPSDFYSTPLQP
GGQSGFLPSGAPAQQMLLPVVDSQL

True False 2.324 4.298 0.888 0.613 0.391 0.999 0.709



PVVNFGSLPPAPPPAPPPLSLLPVGP
ALQPPNLAVRPPPAPAARVLPSPARP
FPASLGRAELHPVELKPFQDYRKLSS
NLGGPGSSRAPPSGRSFSGLNSRLK
APPSTYSGVFRTQRIDLYQQASPPDA
LRWMPKPWERTGPPSREGPPRRAE
EPGPRGEKEPGLPPPR


